parental strains were mixed at equal proportions and then infected into mosquito cells and allowed to proliferate, resulting in a final mixture with ratios set by the relative replicative success of the strains. Thus, we have not set the true proportion of the parental strains in the sequenced mixture. However, since we know the strain or strains of origin for all of the variants, we can infer the mix of parental strain proportions that maximizes the likelihood of observing the actual counts (including zero) of all parental alleles in the sequencing data. The resultant frequencies are presented in the "expected" column to provide a most likely measure of the true frequency of the variants in the population. This allow us to capture the full effects of stochastic variation in the sequencing process on our ability to detect variants of given population frequency.
